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Background: Rotaviruses evolve rapidly by reassorting their
gene segments. This enhances the potentiality of high genomic
diversity and fast adaptation to the changing environmental con-
ditions. A huge diversity in rotavirus strains emphasizes the
importance of continuous monitoring of strains circulating in the
population. This study compares the incidence of rotavirus strains
circulating in children <5 years in Delhi during 2013-2014 with
2009-2010.
Methods & Materials: Diarrheal children <5 years admitted
to Kalawati Saran Children Hospital during 2013-2014 and 2009-
2010 were included in the study. The stool specimens collected
from children were examined for rotavirus antigen by enzyme
immunoassay. Rotavirus positive specimens were G and P geno-
typed by multiplex seminested RT-PCR.
Results: Rotavirus antigen was found in 170/350 (48.6%) and
106/243 (43.6%) samples during the two study periods. G1P[8],
G9P[4] andG12P[6]were common strains during the present study
with 38.2%, 11.2% and 10% detection rates respectively. Whereas
G9P[4] (13.2%), G1P[8] (11.32%) and G2P[6] (9.43%) were common
earlier. G12P[6] was highly observed in the present study, instead
G2P[6] was prevalent earlier. Amongst G genotypes there was a
high dominance of G1 (58.2%), G9 (15.3%) and G12 (14.1%) geno-
types in the present study compared to previous study where G9
(32%), G1 (27.3%) and G2 (19.81%) were predominant. G2 (2.3%)
genotype was rarely observed in the present study, but was the
third highest (19.8%) G genotype observed earlier. Of note was the
complete disappearance of G3 genotype in both the study periods
and G4 genotype in the present study. P[4], P[6] and P[8] were the
common P genotypes in both the studies, but P[8] (43%) was more
common in the present study and P [4] (25.5%) in previous. We
found nearly equal percentages of G and P mixed infections in both
the studieswhile G non typeables (6.6%)weremore common in the
previous study and P non typeables P (16.7%) in the present study.
Conclusion: The Study highlights the high disease burden of
rotavirus infection in children <5 years. Rotavirus strains circulat-
ing in the population were found to change with time. The study
therefore, emphasizes the need for continued and regular analysis
of genotypic behavior of emerging strains.
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Background: Chikungunya fever is an emerging arboviral dis-
ease that caused by the chikungunya virus (Chikv). While many
infected individuals recover afterprimary illness, others suffer from
persistent debilitating arthralgia that can last for months to years.
Often Chikv infections go undiagnosed because the clinical symp-
toms mirror those of Dengue virus infections. There is need to
have data on the prevalence of Chikv infections; we, therefore used
molecular diagnostic test for diagnosis of Chikv infections over a 2-
year period in a tertiary care hospital in New Delhi.
Methods & Materials: We enrolled patients suspected to have
chikungunya infections with fever ≤ 7 days duration at the time
of their visit to the Out/Inpatient department of AIIMS hospital.
Blood samples were collected from 143 patients suspected to have
chikungunya infection from Jan 2013 toDec 2014. All sampleswere
screened by RT-PCR (One step RT-PCR kit, QIAgen) and IgM ELISA
(SD Chikungunya IgM ELISA kit). Statistical analysis was performed
using STATA12.
Results: Of the 143 subjects, 34 (23.78%) were found positive
by either RT-PCR or IgM ELISA; 20 (58.82%) were males and 14
(41.17%) female; 18(53%) were adults. Mean (SD) age was 21.02
(16.40) in Chikv infected patients; this was similar to those with-
out Chikv infections. Days of fever of Chikv conﬁrmed cases at 4.7
(5.3) were comparable to 3.8 (2.3) of Chikv negative cases (P value:
0.13). Chikungunya infections appear to be frequently associated
with headache, myalgia, rashes, joint pain and joint swelling. Most
of the Chikv positive cases diagnosed in adult population rather
than children.
Conclusion: Our results suggest a higher prevalence of Chikv
infection with adults being more commonly affected. The study
emphasizes the need for continuous surveillance for disease bur-
den using multiple diagnostic tests and also warrants the need for
an appropriate molecular diagnostic for early detection of Chikv
infection.
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